

SEQUENCE LISTING 



10 



15 



H 20 



25 



<110> Rh6ne-Poulenc Rorer 

<120> Polypeptides capable of interacting with 
oncogenic mutants of the p53 protein 

<130> Sequences 

<140> 
<141> 

<150> FR9812754 

<151> 1998-10-12 

<160> 33 

<17 0> Patentin Ver . 2.1 

<210> 1 

<211> 23 

<212> DNA 

<213> Artificial secjuence 
<220> 

<223> Artificial sequence description: oligonucleotide 



<400> 1 

agatccgcac ggaggagccg cag 



23 



<210> 



2 



• <211> 



29 



<212> 



DNA 



<213> 



Artificial sequence 



<220> 



4 % 



<223> Artificial sequence description: 3 '-393 
oligonucleotide (p53 ) 

<400> 2 

agatcccatc agtccgagtc aggcccttc 29 

<210> 3 
<211> 15 
<212> DNA 

<213> Artificial seqijience 
<220> 

<223> Artificial sequence description: 3' H175 
oligonucleotide 

<400> 3 

5g99cagtgc ctcac 15 

<210> 4 

<211> 15 

<212> DNA 

20 <213> Artificial sequence 

<220> 

<223> Artificial sequence description: 3' W248 
oligonucleotide 



10 



15 



25 



<400> 4 

gggcctccag tccac 3^5 



<210> 5 

<211> 15 

3 0 <212> DNA 

<213> Artificial sequence 



<220> 



4 % 



<223> Artificial sequence description: 3' H273 
oligonucleotide 

<400> 5 

acaaacatgc acctc 15 

5 . ' 

<210> 6 

<211> 15 

<212> DNA 

<213> Artificial sequence 

10 

<220> 

<223> Artificial sequence description: 3' G281 
oligonucleotide 



15 



<4 00> 6 

gcgccggccc ctccc ^5 



<210> 7 

<211> 23 

<212> DNA 

20 <213> Artificial sequence 

<220> 

<223> Artificial sequence description: 5' -73 
oligonucleotide 

25 

<400> 7 

agacctgtgt ggcccctgca cca 23 

<210> 8 

<211> 1021 

30 <212> DNA 

<213> Artificial sequence 



<220> 

<221> CDS 



§ % 

4 



<222> (1) . . (885) 



<220> 
<223> 



Artificial sequence description: murine MBPl 
C-term fragment 



43 
CO 

ru 

h3 
hi 

m 

~ 

\^ 
w 



tgt gag cag cgc tgc tec aac ticc tat ggg acc ttc ctg tgt cgc cgt 
Cys Glu Gin Arg Cys Phe Asn Ser Tyr Gly Thr Phe Leu Cys Arg Cys 



65 70 



75 80 



cgr gzg gac acc aac cgt tgc gtg gag ccc tat gcc caa gtg tea gac 

Cys Val Asp Thr Asn Arg Cy3 Val Glu Pro Tyr Val Gin Val Ser Asp 

155 170 175 

aac cgc tgc etc tgc cct gee ^tcc aat ccc ctt tgt cga gag cag .cct 

Asn Arg Cys Leu Cys Pro Ala Ser Asn Pro Leu Cys Arg Glu Gin Pro 

160 185 190 

tea tec att gtg cac cgc rac atg age ate acc tea gag cga agt gtg 

Ser Ser lie Val Kis Arg Tyr Met Ser lie Thr Ser Glu Arg Ser Val 

195 200 205 

cct get gac gtg ttc cag ate cag gca acc tct gtc tac cct ggt gcc 



48 



9G 



<400> 8 

tgc acc tgc cct gat ggt tac cga aaa att gga ccc gaa tgt gtg gac 

Cys Thr Cys Pro Asp Gly Tyr Arg Lys lie Gly Pro Glu Cys Val Asp 

15 10 15 

ata gat gag tgr cgt tac cgc tat tgc cag cat cga tgt gcg aac ctg 

lie Asp Glu Cys Arg Tyr Arg Tyr Cys Gin His Arg Cys Val Asn Leu 

20 ^ 25 . 30 

ccg ggc tec ttt cga tgc cag cgt gag cca ggc etc cag ttg gga cct 144 

Pro Gly Ser Phe Arg Cys Gin Cys Glu Pro Gly Phe Gin Leu Gly Pro 

35 40 45 

aac aac cgc tct tgft gtg gat gtg aat gag tgt gac atg gga gcc cca 192 
Asn Asn Arg Ser Cys Val Asp Val Asn Glu Cys Asp Met Gly Ala Pro 

50 55 60 



240 



28B 



aac cag ggc tat gag ctg cac egg gat ggc ttc tec cgc age gat ate 

Asn Gin Gly Tyr Glu Leu His Arg Asp Gly Phe Ser Cys Ser Asp lie 
85 90 95 

gat gag tgc ggc tac tec agt tac etc tgc cag tac cgc tgc gtc aac 

Asp Glu Cys Gly Tyr Ser Ser Tyr Leu Cys Gin Tyr Arg Cys Val Asn 
IQO 105 110 

gag cca ggc cga ttc ccc cgt cac tgc cca caa ggc tac cag ctg ctg 

Glu Pro Gly Arg Phe Ser Cys His Cys Pro Gin Gly Tyr Gin Leu Leu 
115 120 125 

get aca agg etc tgc caa gat att gac gag tgt gaa aca ggt gca cac 

Ala Thr Arg Leu Cys Gin Asp He Asp Glu Cys Glu Thr Gly Ala His 
130 135 140 

caa tgt tct gag gcc caa acc cgt gtc aac ttc cat ggg ggt tac cgc 480 

Gin Cys Ser Glu Ala Gin Thr Cys Val Asn Phe His Gly Gly Tyr Arg 

145 150 155 160 



336 



384 



432 



52B 



576 



624 



672 



4 




Pro Ala Asp Val Phe Gin lie Gin Ala Thr Ser Val Tyx Pro Gly Ala 
210 215 220 

tac aat gcc ttt cag acc cgt tct gga aac aca cag ggg gac ttc tac 
Tyr Asn Ala Phe Gin lie Arg Ser Gly Asn Thr Gin Gly Asp Phe Tyr 
225 230 235 240 

att agg caa ate aac aac gtc age gcc atg ctg gcc etc gcc agg cca 
lie Arg Gin lie Asn Aan Val Ser Ala Mec Leu Val Leu Ala Arg Pro 
245 250 255 

gcg acg gga ccc egg gag tac gtg ctg gac ctg gag atg gtc. acc acg 
Val Thr Gly Pro Arg Giu Tyr Val Leu Asp Leu Glu Met Val Thr Met 
260 265 270 

aac tee ctt atg age tac egg gcc age tct gta ctg aga etc acg gtc 
Aan Ser Leu Met Ser Tyr Arg Ala Ser Ser Val Leu Arg Leu Thr Val 
275 2a0 285 



720 



768 



816 



864 



ttt gtg gga gcc tat acc ttc cgaagaccct cacggaaggg ccatgtgggg 915 
Phe Val Gly Ala Tyr Thr Phe 
290 295 

gecccttccc ccccccatag cttaagcagc cccgggggec tagggatgac cgttctgctc 975 
aaaggaacta tgatgtgaag gacaataaag ggagaaagaa ggaaaa. 1021 

<210> 9 
<211> 295 
<212> PRT 

<213> . Artificial sequence 

<223> Artificial sequence description: murine MBPl 
C-term fragment 



4 % 



<400> 9- 

Cys Thr Cys Pro Asp Gly Tyr Arg Lys lie Gly Pro Glu Cys Val Asp 
1 5 10 15 

He Asp Glu Cys Arg Tyr Arg Tyr Cys Gin His Arg Cys Val Asn Leu 
20 25 30 

Pro Gly Ser Phe Arg Cys Gin Cys Glu Pro Gly Phe Gin Leu Gly Pro 
35 40 45 

Asn Asn Arg Ser Cys Val Asp Val Asn Glu Cys Asp Met Gly Ala Pro 
50 55 60 

Cys Glu Gin Arg Cys Phe Asn Ser Tyr Gly Thr Phe Leu Cys Arg Cys 
65 70 75 80 

Asn Gin Gly Tyr Glu Leu His Arg Asp Gly Phe Ser Cys Ser Asp He 
85 90 ' 95 

Asp Glu eye Gly Tyr Ser Ser Tyr Leu Cys Gin Tyr Arg Cys val Asn 
100 105 110 

Giu„_Pro Gly Arg Phe Ser Cys His Cys Pro Gin Gly Tyr Gin Leu Leu 
115 120 125 

Ala Thr Arg Leu Cys Gin Asp He Asp Glu Cys Glu Thr Gly Ala His 
130 135 140 

Gin Cys Ser Glu Ala Gin Thr Cys Val Asn Phe His Gly Gly Tyr Arg 
145 150 155 160 

Cys Val Asp Thr Asn Arg Cys Val Glu Pro Tyr Val Gin Val Ser Asp 
. 165 170 175 

Asn Arg Cys Leu Cys Pro Ala Ser Asn Pro Leu Cys Arg Glu Gin Pro 
ISO 185 190 

Ser Ser He val His Arg Tyr Met Ser He Thr Ser Glu Arg Ser Val 
195 200 205 

Pro Ala Asp Val Phe Gin He Gin Ala Thr Ser Val Tyr Pro Gly Ala 
210 215 220 

Tyr Asn Ala Phe Gin He Arg Ser Gly Asn Thr Gin Gly Asp Phe Tyr 
225 230 235 240 

He Arg Gin He Asn Asn Val Ser Ala Met Leu Val Leu Ala Arg Pro 
245 250 255 

Val Thr Gly Pro Arg Glu Tyr Val Leu Asp Leu Glu Met Val Thr Met 
250 265 270 

Asn Ser Leu Met Ser Tyr Arg Ala Ser Ser Val Leu Arg Leu Thr Val 
275 280 285 



Phe Val Gly Ala Tyr Thr Phe 
290 295 



10 



15 



20 



<210> 10 

<211> 39 

<212> DNA 

<213> Artificial sequence 



<220> 

<223> Artificial sequence description : 5' c-myc 
oligonucleotide 



<400> 10 

gatccatgga gcagaagctg acccccgagg aggacctga 3 9 

<210> 11 

<211> 39 

<212> DNA 

<213> Artificial sequence 



<220> 

<223> Artificial sequence . description : 3' c-myc 

oligonucleotide 
<400> 11 

gatctcaggc cctcctcgga gatcagctcc cgccccacg 3 9 



<210> 12 

<211> 45 

2 5 <212> DNA 

<213> Artificial sequence 

<220> 

<22.3> Artificial sequence description: 5' MCS 

3 0 oligonucleotide 

<400> 12 

gacctcggtc gacctgcatg caattcccgg gcgcggccgc gagcc . * 45 



35 



<210> 13 
<211> 37 



<212> DNA 

<213> Artificial sequence 
<220> 

5 <223> Artificial sequence description: 3' MCS 
oligonucleotide 

<400> 13 

(^Hcggccgca cccgggaact gcacgcaggt cgaccga 37 

10 <210> 14 
<211> 22 
<212> DNA 

<213> Artificial sequence 
15 <220> 

<223> Artificial sequence description: 3' mMBPl 
oligonucleotide 

<400> 14 

cggcaccggc agaggcaact gg 22 



20 



25 



<210> 15 

<211> 1513- 

<212> DNA 

<213> Artificial sequence 
<220> 

<221> CDS 

<222> (49) . . (1377) 



30 <220> 

<223> Artificial sequence description: murine MBPl 
(complete sequence) 

<400> 15 

gctgcggcag aaacccctga cccccgccca ccacctccca gcctcagg acg etc cct 57 

Mec Leu Pro 
1 




10 



CCL gcc tec cgc etc ccc ggs tct ttg ccg etc egg gcg ttr ctg ctg 105 
Phe Ala Ser Cys Leu Pro Gly Ser Leu Leu Leu Trp Ala Phe Leu Leu 
S 10 15 

teg etc ttg gga gca gcg tec cca cag gat ccc gag gag ccg gac age 153 
Leu Leu Leu Gly Ala Ala Ser Pro Gin Asp Pro Glu Giu Pro Asp Ser 
20 25 30 35 

tac acg gaa cgc aca gat ggc tat gag tgg gat gca gac age cag cac 201 
'Tyr Thr Glu Cys Thr Asp Gly Tyr Glu Trp Asp Ala Asp Ser Gin His 
40 45 50 

tgc egg gat gtc aac gag tge ctg acc acc ccg gag get tgc aag ggt * 249 
Cys Arg Asp Val Asn Glu Cys Leu Thr He Pro Glu Ala Cys Lys Gly 
55 60 65 

gag atg aaa tgc ate aac cac tac ggg ggt tat ttg tgt ctg cet cgc 
Glu Met Lys Cys He Asn His Tyr Gly Gly Tyr Leu Cys Leu Pro Arg 
70 75 SO 

tct gcL gee gtc ate agt gat etc cac ggt gaa gga cct cca ccg cca 
Ser Ala Ala Val He" Ser Asp Leu His Gly Glu Gly Pro Pro Pro Pro 
85 90 35 

gcg gcc cac gctcaa'caa cca aac ccc tgc ccg cag ggc tac gag ccC 
Ala Ala His Ala Gin Gin Pro Asn Pro Cys Pro Gin Gly Tyr Glu Pro 
100 105 110 115 

gat gaa cag gag age tgc gtg gac gtg gac gag tgc acc cag get teg 441 
Asp Glu Gin Glu Ser Cys Val Asp Val Asp Glu Cys Thr Gin Ala Leu 
120 * 125 130 

eat gac tgt cgc cct age cag gac' cgc cac aac ccc ccc ggc ccc cac 489 
His Asp Cys Arg Pro Ser Gin Asp Cys His Asn Leu Pro Gly Ser Tyr 
135 140 145 

cag Cgc acc tgc ccc gac ggc cac cga aaa acc gga ccc gaa tgc gtg 537 
Gin Cys Thr Cys Pro Asp Gly Tyr Arg Lys lie Gly Pro Glu Cys Val 
150 155 160 

gac aca gac gag cgc cgc tac cgc cac tgc cag cat cga tgc gtg aac 585 
Asp He Asp Glu Cys Arg Tyr Arg Tyr Cys Gin His Arg Cys Val Asn 
165 170 175 

ctg ccg ggc tec ttt cga cgc cag cgc gag cca ggc ttc cag ttg gga €33 
Leu Pro Gly Ser Phe Arg Cys Gin Cys Glu Pro Gly Phe Gin Leu Gly 
■ 180 185' 190 195 

cet aac aac cgc cct tgt gcg gac gcg aat gag tgt gac atg gga gcc 681 
Pro Asn Asn Arg Ser Cys Val Asp Val Asn Glu Cys Asp Mec Gly Ala 
200 205 210 



297 



345 



393 



cca tgt gag cag cgc tgc ccc aac tec cac ggg acc tec ctg tgt cgc 
Pro Cys Glu Gin Arg Cys Phe Asn Ser Tyr Gly Thr Phe Leu Cys Arg 
215 220 225 



729 



cgc aac cag ggc cac gag ccg cac egg gac ggc ttc tec tgc age gat 
Cys Asn Gin Gly Tyr Glu Leu His Arg Asp Gly Phe Ser Cys Ser Asp 



111 



# % 

11 

) 

230 235 240 

ate gac gag tgc ggc tac tec agt tac etc cgc cag tac cgc tgc gcc 825 
He Asp Glu Cys Gly Tyr Ser Ser Tyr Leu Cys Gin Tyr Arg Cy-s Val 
245 250 255 

aac gag cca ggc cga tec tec tgt cac tgc cca caa ggc tac cag ccg 673 
Asn Glu Pro Gly Arg Phe Ser Cys His Cys Pro Gin Gly Tyr Gin Leu 
260 265 270 275 

ctg get aca agg etc tgc caa gatatt gac gag tgt gaa aca ggt gca 921 
Leu Ala Thr Arg Leu Cys Gin Asp He Asp Glu Cys Glu Thr" Gly Ala 
280 235 290 

cac caa tgt tct gag gcc caa acc tgr gtc aac ttc cat ggg ggt tac 969 
His Gin Cys Ser Glu Ala Gin Thr Cys Val Asn Phe His Gly Gly Tyr 
295 300 305 

cgc tgt gtg gac acc aac cgt tgt gtg gag ccc tat gtc caa. gtg tea 1017 
Arg Cya Val Asp Thr .Asn Arg Cys Val Glu Pro Tyr Val Gin Val Ser 
310 * 315 320 

gac aac cgc tgc etc tgc cct gcc tec aat ccc ctt tgt cga gag cag 106 5 
Asp Asn Arg Cys Leu Cys Pro Ala Ser Asn Pro Leu Cys Arg Glu Gin 
325 330 335 

cct tea tec att gtg cac cgc tac atg age ate acc tea gag cga agt 1113 
Pro Ser Ser He Val His Arg Tyr Met Ser lie Thr Ser Glu Arg Ser 
340 345 350 355 

gtg cct get gac gtg ttt cag ate cag gca acc tct gtc tac cct ggt 1161 
Val Pro Ala Asp Val Phe Gin He Gin Ala Thr Ser Val Tyr Pro Gly 
360 365 370 

gcc tac- aat gcc ttt cag ate cgt tec gga aac aca cag ggg gac ttc 1209 
Ala Tyr Asn Ala Phe Gin He Arg Ser Gly Asn Thr Gin Gly Asp Phe 
375 380 385 

tac att agg caa ate aac aat gtc age gcc atg ctg gtc etc gee agg 1257 
Tyr lie Arg Gin lie Asn Asn Val Ser Ala Met Leu Val Leu Ala Arg 
390 395 400 

cca gtg acg gga ccc egg gag tac gtg ctg gac ctg gag atg gtc ace 1305 
Pro Val Thr Gly Pro Arg Glu Tyr Val Leu Asp Leu Glu Met Val Thr 
405 410 415 

atg aat tec ctt atg age tac egg gcc age tct gta ctg aga etc acg 1353 
Met Asn Ser Leu Met Ser Tyr Arg Ala Ser Ser Val Leu Arg Leu Thr 
420 425 430 435 

gtc ttt gtg gga gcc tat acc ttc tgaagaccct cagggaaggg ccatgtgggg 14 07 
Val Phe Val Gly Ala Tyr Thr Phe 
440 

gccccttccc cctcccatag cttaagcagc cccgggcgcc cagggatgae cgttctgctt 1467 



aaaggaacta cgatgcgaag gacaataaag ggagaaagaa ggaaaa 



1513 



12 



<210> 16 
<211> 443 
<212> PRT 

<213> Artificial sequence 
5 <223> Artificial sequence description: murine MBPl 
(complete sequence) 



C3 
w 

-CO 

ru 

w 

m 

C3 




13 



<400> 1€ 

Met Leu Pro Phe Ala Ser Cys I^eu Pro Gly Ser Leu Leu Leu Trp Ala 
1 5 " 10 15 

Phe Leu Leu Leu Leu Leu Gly Ala Ala Ser Pro Gin Asp Pro Glu Glu 
20 -25 30 

Pro Asp Sex Tyr Thr Glu Cys Thr Asp Gly Tyr Glu Trp Asp Ala Asp 
35 40 45 

Ser Gin His Cys Arg Asp Val Aan Glu Cys Leu Thr lie Pro Glu Ala 
50 ■ 55 60 

Cys Lys Gly Glu Met Lys Cys lis Ann His T^^^r Gly Gly Tyr Leu Cys 
65 70 75 80 

Leu Pro Arg Ser Ala Ala Val lie Ser Asp Leu His Gly Glu Gly Pro 
85 90 95 

Pro Pro Pro Ala Ala His Ala Gin Gin Pro Asn Pro Cys Pro Gin Gly 
100 105 110 

aV-i:L..Glu Pro Asp Glu Gin Glu Ser Cys Val Asp Val Asp Glu Cys Thr 
115 120 125 

Gin Ala Leu Kls Asp Cys Arg Pro Ser Gin Asp Cys His Asn Leu Pro 
130 135 140 

Gly Ser Tyr Gin Cys Thr Cys Pro Asp Gly Tyr Arg Lys He Gly Pro 
145 150 155 160 

Glu Cys Val Asp He Asp Glu Cys Arg Tyr Arg Tyr Cys Gin His Arg 
1S5 170 175 

Cys Val Asn Leu Pro Gly Ser Phe Arg Cys Gin Cys Glu Pro Gly Phe 
ISO 185 190 

Gin Leu Gly Pro Asn Asn Arg Ser Cys Val Asp Val Asn Glu Cys Asp 
195 200 205 

Met Gly Ala Pro Cys Glu Gin Arg Cya Phe Asn Ser Tyr Gly Thr Phe 
210 215 220 

Leu Cys Arg Cys Asn Gin Gly Tyr Glu Leu His Arg Asp Gly Phe Ser 
225 230 235 240 

Cys Ser Asp He Asp Glu Cys Gly, Tyr Ser Ser Tyr Leu Cys Gin Tyr 
245 250 255 



Arg Cys Val 



Asn Glu Pro Gly Arg Phe Ser Cys His Cys Pro Gin Gly 
260 255 270 



# % 



14 



Tyr Gin Leu Leu Ala Thr Arg Leu Cys Gin Asp lie Asp Glu Cys Glu 
275 2S0 285 

Thr Gly Ala His Gin Cys Ser Glu Ala Gin Thr Cys Val Asn Phe His 
290 295 :iO0 

Gly Gly Tyr Arg Cys Val Asp Thr Asn Arg Cys Val Glu Pro Tyr Val 
305 310 315 320 

Gin Val Ser Asp Asn Arg Cys Leu Cys Pro Ala Ser Asn Pro Leu Cys 
325 330 335 

Arg Glu Gin Pro Ser Ser He Val His Arg Tyr Met Ser He Thr Ser 
340 315 350 

Glu Arg ser Val Pro Ala Asp Val Phe Gin He Gin Ala Thr Ser Val 
355 366 365 

Tyr Pro Gly Ala Tyr Asn Ala Phe Gin He Arg Ser Gly Asn Thr Gin 
370 375 380 

Gly Asp Phe Tyr He Arg Gin He Asn Asn Val Ser Ala Me- Leu Val 
385 390 395 400 

Leu Ala Arg Pro Val Thr Gly Pro Arg Glu Tyr Val Leu Asp Leu Glu 
405 410 415 

Mec Val Thr Mec Asn Ser Leu Met: Ser Tyr Arg Ala Ser Ser Val Leu 
420 425 430 

Arg Leu Thr Val Phe Val Gly Ala Tyr Thr Phe 
435 440 



<210> 17 

<211> 21 

5 <212> DNA 

<213> Artificial sequence 

<220> 

<223> Artificial seqiaence description: 3' hMBPl 

10 oligonucleotide 



<400> 17 

ctccgctccg aggcgacggt c 21 



<210> 18 

15 <211> 21 

<212> DNA 

<213> Artificial sequence 



« % 



5 



15 



<220> 

<223> Artificial sequence description: 5' hMBPl 
oligonucleotide 



<400:> 18 

tgcagctact ccagctacct c - 21 



<210> 19 
<211> 1122 
10 <212> DNA 

<213> Artificial sequence 

<220> 

<223> Artificial sequence description: human MBPl cDNA 
15 (partial sequence) 

<400> 19 

aagccagccg agccgccaga gccgcgggcc gcgggggcgt cgcgggccca accccaggac 6 0 

gctcccccgc gcctcccgcc tacccgggrc cctactgctc tgggcgccgc tactgttgct 120— 

cttgggacca gcttctcctc aggatcctga agagcccgac agctacacgg aatgcacaga IBO 

tggctatgag tgggacccag acagccagca cLgccgggac gtcaacgagt gtccgaccat 24 0 

ccctgaggcc tgcaaggggg aaatgaagtg catcaaccac tacgggggcc acttgtgccc 300 

gccccgcccc gctgccgcca tcaacgacct acacggcgag ggacccccgc caccagcgcc 360 

ccccgctcaa caccccaacc cctgcccacc aggcLacgag cccgacgatc aggacagctg 420 

tgtggatgcg gacgagtgtg cccaggccct gcacgactgt cgccccagcc aggaccgcca 48 0 

taacctgcct ggctcctatc agtgcacccg ccctgatggt taccgcaaga tcgggcccga 54 0 

gtgcgtggac atagacgagt gccgccaccg ctaccgccag caccgctgcg tgaacccgcc 600 

tggcCccttc cgctgccagc gcgagccggg ctcccagctg gggcccaaca accgctcctg 660 

tgtcgacgtig aacgagcgtg acatgggggc cccacgcgag cagcgctgct tcaactccta 720 

tgggaccttc ctgtgtcgcc gccaccaggg ccatgagccg caccgggatg gcttctcctg 780 

cagcgacatt gacgagcgta gccaccccag ccacccctgc cagtaccgct gcgccaacga 840 

gccaggccgt tcctcccgcc actgcccaca gggtcaccag ctgctggcca cacgcccctg 900 

ccaagacact, gatgagcgtg agt.ccggtgc gcaccagtgc r.ccgaggccc aaacctgtgt 960 

caactcccat gggggccacc gccgcgtgga caccaaccgc tgcgtggagc cctacatcca 1020 

ggtccctgag aaccgccgcc cctgcccggc ccccaaccct ctatgtcgag agcagccttc IDSO 
atccattgcg caccgccaca tgaccaccac cLcggagcgg ag 1122 



<210> 20 

20- <211> 684 

<212> DNA 

<213> Artificial sequence 



<220> 



16 

<223> .Artificial seqfuence description: human MBPl cDNA 
(partial sequence) 



<400> 20 

cgcagctacc ccagctacct ccgtcagtac cgccgcgtca acgagccagg ccgtttctcc 60 

tgccactgcc cacagggtta ccagccgctg gccacacgcc tctgccaaga catcgacgag 12 0 

tgtgagtccg gtgcgcacca gtgccccgag gcccaaacct gcgtcaactt ccatgggggc 180 

taccgctgcg cggacaccaa ccgccgcgtg gagccccaca tccaggcccc tgagaaccgc 240 

tgtccccgcc cggcctccaa ccccctatgc cgagagcagc ctr.cacccac tgrgcaccgc 300 

cacargacca tcacctcgga gcggagcgtg cccgctgacg cgttccagan ccaggcgacc 360 

tccgcctacc ccggtgccta caacgccttt cagacccgcg ccggaaactc gcagggggac 420 

tttcacatta ggcaaatcaa caacgtcagc gccacgctgg tcctcgcccg gccggtgacg 480 

ggcccccggg agtacgtgct ggacccggag atggtcacca tgaattccct catgagctac 540 

cgggccagct ctgractgag gctcaccgtc ttt-gtagggg cctacacctt ctgaggagca 600 

ggagggagcc a.ccct:ccctg cagctaccct agccgaggag ccrgtcgtga ggggcagaat 66 0 
gagaaaggca ataaagggag aaag . 684 



<210> 21 

<211> 1480 

<212> DNA 

10 <213> Artificial sequence 



<220> 

<221> CDS 

<222> (59) . . (1387) 



<220> 
<223> 



Artificial .sequence description: human MBPl 
(complete sequence) 



4^ 

17 



<400> 21 

aagccagccg agccgccaga gccgcgggcc gcgggggtgt cgcgggccca accccagg 5 6 

atg etc ccc tgc gcc tec tgc eta ccc ggg cct cca cCg etc tgg gcg lOG 
Met Leu Pro Cys Ala Ser Cys Leu Pro Gly Ser Leu Leu Leu Trp Ala 
1 .5 • 10 15 

ctg eta ctg ttg etc ttg gga tea get cct cct cag gat Ccc gaa gag 154 
Leu Leu Leu Leu Leu Leu Gly Ser Ala Ser Pro Gin Asp Ser Glu Glu 
20 • 25 ' 30 

ccc gac age tac acg gaa tgc aca gat ggc tat gag tgg gac cca gac 202 
Pro Asp Ser Tyr Thr Glu Cys Thr Asp Gly Tyr Glu Trp Asp Pro Asp 
35 40 45 

age cag cac tgc egg gac gcc aac gag tgc ctg ace ate cct gag gcc 250 
Ser Gin His Cys Arg Asp Val Asn Glu Cys Leu Thr He Pro Glu Ala 
50 55 60 

tgc aag ggg gaa atg aag tgc ate aac cac tac ggg ggc tac ttg tgc 298 
Cys Lys Gly Glu Met Lys Cys He Asn His Tyr Gly Gly Tyr Leu Cys 
. ^5 70 75 80 

ctg ccc cgc tec get gcc gtc ate aac gac cca cac ggc gag gga ccc 346 
Leu Pro Arg Ser Ala Ala Val He Asn Asp Leu His Gly Glu Gly Pro 
85 90 95 

ccg cca cca gtg cct ccc get caa cac ccc aac ccc tgc cca cca ggc 394 
Pro Pro Pro Val Pro Pro Ala Gin His Pro Asn Pro Cys Pro Pro Gly 
100 105 110 

tat gag ccc gac gat cag gac age tgt gtg gat gtg gac gag tgt gcc 442 
Tyr Glu Pro Asp Asp Gin Asp Ser Cys Val Asp Val Asp Glu Cys Ala 
115 120 125 

cag gcc ctg cac gac cgc cgc ccc age cag gac tgc cat aac ttg cct 490 
Gin Ala Leu His Asp Cys Arg Pro Ser Gin Asp Cys His Asn Leu Pro 
3-30 135 

ggc tec tat cag tgc ace tgc cct gat ggc tac cgc aag ate ggg ccc 538 
Gly Ser Tyr Gin Cys Thr Cys Pro Asp Gly Tyr Arg Lys He Gly Pro 

ISO 155 160 

gag tgc gtg gac ata gac gag tgc cgc tac cgc tac tgc cag cac cgc 586 
Glu Cys Val Asp He Asp Giu Cys Arg Tyr Arg Tyr Cys Gin His Arg 
165 170 175 

cgc gcg aac ctg ccc ggc tec ttc cgc tgc cag tgc gag ccg ggc ccc 634 




18 



826 



874 



Cys Val Asn Leu Pro Gly Ser Phe Arg Cys Gin Cys Glu Pro Gly Phe 
ISO 185 190 

cag ctg ggg cct aac aac cgc tec cat get gat gtg aac gag tgt gac 6 82 
Gin Leu Gly Pro Asn Asn Arg Sex Cys Val Asp Val Asn Glu Cys Asp 
195 200 205 

atg ggg gcc cca tgc gag cag cgc tgc ttc aac Ccc tat ggg acc ttc 7^0 
Met Gly Ala Pro Cys Glu Gin Arg C>'s Phe Asn Ser Tyr Gly Thr Phe 
210 215 220 

ctg tgt cgc cgc cac cag ggc tat gag ctg cat egg gac ggc ttc tec 778 
Leu Cys Arg Cys His Gin Gly Tyr Glu Leu His Arg Asp Gly Phe Ser 
225 230 235 * 240 

cgc agt gat att gat gag tgt age tac tec age tae etc tgt cag tac 
Cys Ser Asp lie Asp Glu Cys Ser Tyr Ser Ser Tyr Leu Cys Gin Tyr 
245 250 255 

cgc tgc gtc aac gag cca gge cgc ccc tee tgc cac tgc cca cag ggt 
Arg Cys Val Asn Glu Pro Gly Ary Phe Ser Cys His Cys Pro Gin Gly 
260 265 270 

tac cag ctg ctg gcc aca cgc etc tgc caa gae att gat gag tgt gag 922 
Tyr Gin Leu Leu Ala Thr Arg Leu Cys Gin Asp He Asp Glu Cyo Glu 
275 280 285 

tc.t ggt gcg cac cag tgc tec gag gcc caa. ace tgt gtc aac ttc cat 970 
Ser Gly Ala His Gin Cys Ser Glu Ala Gin Thr Cys Val Aan Phe His 
290 295 300 

ggg ggc tac cgc tgc gcg gac acc aac cgc cgc gtg gag ccc cac acc 
Gly Gly Tyr Arg Cys val Asp Thr Asn Arg Cys Val Glu Pro Tyr He 
305 310 315 320 

cag gtc tct gag aac cgc cgc etc tge ccg gcc Cec aac cct eta tgt 1066 
Gin Val Ser Glu Asn Arg Cys Leu C>'s Pro Ala Ser Asn Pro Leu Cys 
325 330 335 

cga gag cag cct tea ccc ate gcg cac cgc cac atg acc acc acc teg 1114 
Arg Glu Gin Pro Ser Ser He Val His Arg Tyr Met Thr He Thr Ser 
340 345 350 

gag egg age gtg ccc get -gac gtg tec cag ate cag gcg acc tec gtc 1162 
Glu Arg Ser Val Pro' Ala Asp Val Phe Gin He Gin Ala Thr Ser Val 
355 360 365 

tac ccc ggt gcc tac aat gee ttt cag ate cgt get gga aac ccg cag 1210 
Tyr Pro Gly Ala Tyr Asn Ala Phe Gin He Arg Ala Gly Asn Ser Gin 
370 375 380 

ggg gac ctt tac ate agg caa ate aac aac gtc age gcc atg ctg gtc 1258 
Gly Asp Phe Tyr He Arg Gin He Asn Asn val Ser Ala Met Leu Val 
385 390 395 400 

etc gcc egg ccg gtg acg ggc ccc egg gag tac gtg ctg gac ctg gag 13Q6 
Leu Ala Arg Pro Val Thr Gly Pro Arg Glu Tyr Val Leu Asp Leu Glu 
405 410 415 



1018 




19 



atg gcc acc atg aat tec etc atg age tac egg gee age zcz gca ctg 13 54 
Met Vai Thx Met Asn Ser Leu Met Ser Tyr Arg Ala Ser Ser Val Leu 
420 425 430 

agg etc acc gtc ttt gta ggg gcc tac acc ttc tgaggagcag gagggagcca 14 07 
Axg Leu Thr Val Phe Val Gly Ala Tyr Thr Phe 
435 440 

ecctcccLgc agccacccca gctgaggagc ctgttgtgag gggeagaatg agaaaggcaa 14 57 

Caaagggaga aag 14 8 0 



<210> 22 
<211> 443 
<212> PRT 

<2 13> Artificial sequence 

<2'23"> Artificial sequence description: human MBPl 
(complete sequence) 



t 




20 



<400> 22 

Met Leu Pro Cys Ala Ser Cys Leu Pro Gly Ser Leu Leu Leu Trp Ala 
15 10 IS 

Leu Leu Leu Leu Leu Leu Gly Ser Ala Ser Pro Gin Asp Ser Glu Glu 
20 25 30 

Pro Asp Ser Tyr Thr Glu Cys Thr As? Gly Tyr Glu Trp Asp Pro Asp 
35 40 45 

Ser Gin His Cys Arg Asp Val Asn Glu Cys Leu Thr lie Pro Glu Ala 
50 55 60 

Cys Lys Gly Glu Met Lys Cys lie Asn His Tyr Gly Gly Tyr Leu Cys 
65 70 75 80 

Leu Pro Arg Ser Ala Ala Val lie Asn Asp Leu His Gly Glu Gly Pro 
85 90 55 

Pro Pro Pro Val Pro Pro Ala Gin His Pro Asn Pro Cys Pro Pro. Gly 
100 105 110 

Tyr Glu Pro Asp Asp Gin Asp Ser Cys Val Asp Val Asp Glu Cys Ala 
115- 120 125 

Gin Ala Leu His Asp Cys Arg Pro Ser Gin Asp Cys . His Asn Leu Pro 

135, 140 

Gly Ser Tyr Gin Cys Tlir Cys Pro Asp Gly Tyr Arg Lys lie Gly Pro 

150 155 ISO 

Glu Cys Val Asp He Asp Glu Cys Arg Tyr Arg Tyr Cys Gin His Arg 
165 170 175 

Cys Val Asn Leu Pro Gly Ser Phe Arg Cys Gin Cys Glu Pro Gly Phe 
lao las 190 

Gin Leu Gly Pro Aan Asn Arg Ser Cys Val Asp Val Asn Glu Cys Asp 
195 200 205 



21 



Met Gly Ala Pro Cys Glu Gin Arg Cys Phe Asn Ser Tyr Gly Tnr Phe 
210 215 220 

Leu Cys Arg Cys His Gin Gly Tyr Glu Leu His Arg Asp Gly Phe Sef 
225 230 235 240 

Cys Ser Asp He Asp Glu Cys Ser Tyr Ser Ser Tyr Leu Cys Gin Tyr 
245 250 255 

Arg Cys Val Aan Glu Pro Gly Arg Phe Ser Cys His Cys Pro Gin Gly 
260 265 270 

Tyr Gin Leu Leu Ala Thr Arg Leu Cys Gin Asp He Asp Glu Cys Glu 
275 280 285 

Ser Gly Ala His Gin Cys Ser Glu Ala Gin Thr Cys Val Asn Phe His 
290 295 300 

Gly Gly Tyr Arg Cys Val Asp Thr Asn Arg Cys Val Glu Pro Tyr He 
305 310 315 320 

Gin Val Ser Glu Asn Arg Cys Leu Cys Pro Ala Ser Asn Pro Leu Cys 
325 330 335 

Arg Glu Gin Pro Ser Ser He Val His Arg Tyr Met Thr He Thr Ser 
340 345 350 

Glu Arg Ser Val Pro Ala Asp Val Phe Gin He Gin Ala Thr Ser Val 
355 360 365 

Tyr Pro Gly Ala T^-r Asn Ala Phe Gin He Arg Ala Gly Asn Ser Gin 
370 375 380 

Gly Asp Phe Tyr He Arg Gin He Asn Asn Val Ser Ala Mec Leu Val 
335 ' 390 395 400 

Leu Ala Arg Pro Val Thr Gly Pro Arg Glu Tyr Val Leu Asp Leu Glu 
405 410 415 

Met Val Thr Met Asn Ser Leu Mec Ser Tyr Arg Ala Ser Ser Val Leu 
420 425 430 

Arg Leu Thr Val Phe Val Gly Ala Tyr Thr Phe 
435 440 



<210> 23 

<211> 817 

<212> DNA 

<213> Artificial sequence 



<220> 



10 



15 



22 



<223> Artificial sequence description: murine MBPl 
cDNA (partial sequence) 



gctgtggcag aaacccccga cttccgccca ccacctccca gcctcaggar gctccctttc 60 

gcctcctgcc tccccgggtc tttgctgctc cgggcgcctc tgctgttgct cttgggagca 120 
gcgtccccac aggaccccga ggagccggac agccacacgg aacgcacaga tggctatgag 180 
tgggacgcag acagccagca ccgccgggac gccaacgagt gcctgaccat cccggaggct 240 
tgcaagggtg agacgaaatg catcaaccac cacgggggcc atttgtgtct gccticgcccc 300 
gctgccgtca tcagtgatcc ccacggtgaa ggacctccac cgccagcggc ccatgctcaa 360 
caaccaaacc cttgcccgca gggccacgag cccgatgaac aggagagcrg tgtggatgtg 420 
gacgagtgta cccaggcttt gcacgactgt cgccccagcc aggactgcca taaccctccc 480 
ggctcccacc agtgcacctg ccccgacggt taccgaaaaa ttggacccga atgtgtggac 54 0 
atagatgagc gtcgtitaccg ctactgccag caccgatgtg tgaacctgcc gggccctccc 600 
cgatgccagt gtgagccagg cttccagccg ggaccraaca accgcncttg tgtggacgcg 660 
aatgagtgeg acacgggagc cccacgtgag cagcgccgcc ccaactccca tgggaccttc 720 
ctgtgtcgcc gtaaccaggg ccacgagctg caccgggatg -gcttctcctg cagcgatatc 780 
gatgagcgcg gccactccag ttaccrctgc cagtacc 817 

<210> 24 

<211> 24 

<212> DNA 

<213> Artificial sequence 



<220> 

<223> Artificial sequence description: sense-GAPDH 
oligonucleotide 

<400> 24 

cggagtcaac ggacttggcc gtat 24 



<210> 25 

<211> 24 

<212> . DNA - 

20 <213> Artificial sequence 



<220> 

<223> Artificial sequence description: antisense-GAPDH 
oligonucleotide 

25 



<400> 25 

agccntctcc atggtggtga agac 



24 





10 



15 



20 



30 



23 

<210> 26 

<211> 25 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Artificial sequence description: oligonucleotide 

<400> 26 

cggttggccc tggggttcag ggggg 2 5 

<210> 27 - . 

<211> 21 . 
<212>. DNA . 

<213> Artificial sequence 
<220> 

<223> Artificial sequence description: sense MBPl 
oligonucleotide 

<400> 21 

gccccgatgg ttaccgcaag a 21 



<210> 28 

<211> 21 

<212> DNA 

25 <213> Artificial sequence 

<220> 

<223> Artificial sequence description: antisense MBPl 
oligonucleotide 



c400> 28 

agcccccatg gaagctgaca c 21 



<210> 29 
<211> 20 




24 



<212> DNA 

<213> Artificial sequence 
<220> 

5 <223> Artificial sequence description: sense-actin 
oligonucleotide 



<400> 29 

gcggggcgcc ccaggcacca 



20 



10 <210> 
<211> 
<212> 
.<213> 



30 

1358 
DNA 

Artificial^'"'' 



sequence 



15 . <220> 
<221> 
<222> 



CDS 

(1) 



:885: 



<220> 
2 0 ■■.<22 3> 



Artificial sequence description: human MBPl 
C-term fragment 



<400> 30 

tgc acc cgc ccc gat ggt cac cgc aag ate ggg ccc. gag tgt gcg gac 

Cys Thr Cys Pro Asp Gly Tyr Arg Lys lie Gly Pro GIu Cys Val Asp 

1 5 XO 15 * 

ata gac gag tgc cgc tac cgc tac tgc cag cac cgc tgc gtg aac ctg 

lie Asp Glu Cys Arg Tyr Arg Tyr Cys Gin His Arg Cys Val Asn Leu 

20 25 30 

cct ggc tec ttc cgc tgc cag tgc gag ccg ggc ttc cag ctg ggg cct 

Pro Gly Ser Phe Arg Cys Gin Cys Giu Pro Gly Phe Gin Leu Gly Pro 
35 40 45 



48 



96 



144 



25 



aac aac cgc tec tgt get ga.t gtg aac gag tgt gac atg ggg gcc cca 192 
Asn Asn Arg Ser Cys Val Asp Val Asn Glu Cys Asp Met Gly Ala Pro 
50 55 60 

tgc gag cag cgc tgc etc aac Ccc tac ggg acc etc ctg tgt cgc tgc 24 0 
Cys Glu Gin Arg Cys Pbe Asn Ser Tyr Gly Thr Phe Leu Cys Arg Cys 
GS 70 75 80 

cac cag ggc tat gag ccg cat egg gat ggc ttc tec tgc agt gat att 2aa 
His Gin Gly Tyr Glu Leu His Arg Asp Gly Phe Ser Cys Ser Asp He 
85 90 95 

gac gag tgt age tac tec age tac etc tgt cag tac cgc tgc gtc aac 336 
Asp Glu Cys Ser Tyr Ser Ser Tyr Leu Cys Gin Tyr Arg Cys Val Aan 
100 105 110 

gag cca ggc cgt ttc tec tgc cac tgc cca cag ggc tac cag ctg ctg 384 
Glu Pro Gly Arg Phe Ser Cys His Cys Pro Gin Gly Tyr Gin Leu Leu 
115 120 125 

gcc aca cgc etc cgc caa gac act gat gag tgt gag Cct ggc gcg cac 432 
Ala Thr Arg Leu Cys Gin Asp He Asp Glu Cys Glu Ser Gly Ala His 
130 135 140 

cag cgc tec gag gcc caa acc tgt gcc aac ttc cac ggg ggc tac cgc 4 80 
Gin Cys Ser Glu Ala Gin Thr Cys Val Asn Phe His Gly Gly Tyr Arg 
145 150 155 160 

cgc gtg gac acc aac cgc tgc gtg gag ccc cac acc cag gtc tct gag 528 
Cys Val Asp Thr Asn Arg Cys Val Glu Pro Tyr He Gin Val Ser Glu 
165 * 170 175 



aac cgc Cgt etc cgc. ccg gcc ccc aac ceC cca tgt cga gag cag cct 
Asn Arg Cys Leu Cys Pro Ala Ser Asn Pro Leu Cys Arg Glu Gin Pro 
180 185 190 



576 



tea ccc att gtg cac cgc tac atg acc acc acc ccg gag egg age gcg 624 
Ser Ser He Val His Arg Tyr Met Thr He Thr Ser Glu Arg Ser Val 
195 200 205 

ccc get gac gtg tec cag ate cag gcg acc ccc gtc cac ccc ggt gcc S72 
■ Pro Ala Aap Val Phe Gin He Gin Ala Thr Ser Val Tyr Pro Gly Ala 
210 215 220 

tac aat gcc ttt cag acc cgt get gga aac ccg cag ggg gac tCt tac 720 
Tyr Asn Ala Phe Gin He Arg Ala Gly Asn Ser Gin Gly Aap Phe Tyr 
225 230 235 240 

att agg caa ate aac aac gtc age gcc atg ctg gtc etc gcc egg ccg 768 
He Arg Gin He Asn Asn Val Ser Ala Met Leu Val Leu Ala Arg Pro 
245 250 255 

gtg aeg ggc ccc egg gag cac gtg ccg gac ctg gag atg gtc acc atg 816 
Val Thr Gly Pro Arg Glu Tyr Val Leu Asp Leu Glu Met Val Thr Met 
260 265 270 

aat tec etc acg age tac egg gcc age tct gta ccg agg etc ace gtc 864 
Asn Ser Leu Met Ser Tyr Arg Ala Ser Ser Val Leu Arg Leu Thr Val 



26 



275 280 285 

ttt gta ggg gcc tac acc ttc cgaggagcag gagggagcca ccctccctgc 915 
Phe Val Gly Ala Tyr Thr Phe 
290 295 

agctacccta gctgaggagc ccgccgtgag gggcagaacg agaaaggcaa Caaagggaga 975 

^ aagaaagtcc tggcggctga ggtgggcggg Ccacactgca ggaagcctca ggctggggca X03 5 

gggtggcact cgggggggca ggccaagttc acctaaacgg gggtctctat acgttcaggc 1095 

ccaggggccc ccattgacag gagcrgggag . ctccgcacca cgagcttcag tcaccccgag 1155 

aggagaggag gtaacgagga gggcggaccc caggccccgg cccagagatt tggacttggc 1215 

tggctcgcag gggtcctaag aaactccact ctggacagcg ccaggaggcc ccgggctcca 12 75 

ctcctaactc tgcctcaaac tgtacatttg gataagccct agcagttccc Cgggcctgtt 1335 

tttctataaa acgaggcaac egg 1358 

<210> 31 

<211> 295 
<212> PRT 

<213> Artificial sequence 

<223> Artificial sequence description: human MBPl 
C-term fragment 



4 \ 

21 



<400> 31 
Cys Thr Cys Pro 
1 

lie Asp Glu Cys 
20 

Pro Gly Ser Phe 
35 

Asn Asn Arg Ser 
50 

Cys Glu Gin Arg 
65 

His Gin Gly Tyr 



Asp Glu Cys, Ser 
100 

Glu Pro Gly Arg 
115 

Ala Thr Arg Leu 

130 



Asp Gly Tyr Arg 
5 

Axg Tyr Arg Tyr 



Arg Cys Gin Cys 
40 

Cys Val Asp Val 
55 

Cys Phe Asn Ser 
70 

Glu Leu Kis Ajrg 
85 

Tyr Ser Ser Tyr 



Phe Ser Cys His 
12 0 

Cys Gin Asp lie 
135 



Lys lie Gly Pro 
10 

Cys Gin His Arg 
25 

Glu Pro Gly Phe 



Asn Glu Cys Asp 
60 

Tyr Gly Thr Phe 
75 

Asp Gly Phe Ser 
90 

Leu Cys Gin Tyr 
105 

Cys Pro Gin Gly 



Asp Glu Cys Glu 
140 



Glu Cys Val Asp 
15 

Cys Val Asn Leu 
30 

Gin Leu Gly Pro 
45 

Met Gly Ala Pro 



Leu Cys Arg' Cys 
80 

Cys Ser Asp lie 

"Arg Cys Val Asn 
110 

Tyr Gin Leu Leu 
125 

Ser Gly Ala His 



Gin Cys Ser 



Glu Ala Gin Thr 



Cys Val Asn Phe His Gly Gly Tyr Arg 




28 



145 ISO 155 160 

Cys Val Asp Thr Asn Arg Cys Val Glu Pro Tyr lie Gin Val Ser Glu 
165 170 175 

Asn Airg Cys Leu Cys Pro Ala Ser Asn Pro Leu Cys Arg Glu Gin Pro 
180 185 130 

Ser Ser lie Val His Arg Tyr Met Thr lie Thr Ser Glu Arg Ser Val 
195 2Q0 2Q5 

Pro Ala Asp Val Phe Gin lie Gin Ala Thr Ser Val Tyr Pro Gly Ala 
210 215 220 

Tyr Asn Ala Phe Glu He Arg Ala Gly Asn Ser Gin Gly Asp Phe Tyr 
225 230 235 240 

He Arg Gin He Asn Asn Val Ser Ala Met Leu Val Leu Ala Arg Pro 
245 250 255 

Val Thr Gly Pro Arg Glu Tyr Val Leu Asp Leu Glu Met Val Thr Met 
260 265 270 

' Asn Ser Leu Met Ser Tyr Arg Ala Ser Ser Val Leu Arg Leu Thr Val 
275 2B0 285 

Phe Val Gly Ala Tyr Thr Phe 
290 295 

<210> 32 

<211> 1663 

<212> DNA 

5 <213> Artificial sequence 



<220> 

<221> CDS 

<222> - (1) . . (999) 



<220> 
<223> 



Artificial sequence description: murine fibulin 
2 c-term fragment 



<4QQ> 22 
gag ggc tct gaa 
Glu Gly Ser Giu 
1 

cgc tgt ggc gag 
Arg Cya Gly Glu 
20 

tgc gac tgc aag 
Cys Asp Cys Lys 
35 

act gac gtg aac 
lie Asp Val Asn 



29 



tgt gcg gat gtg aat 
Cys Val Asp Val Asn 
5 

ggc caa ctg tgc tat 
Gly Gin hexi Cys Tyr 
25 

ccc ggc etc cag agg 
Pro Gly Phe Gin Arg 
40 

gaa tgc tgg gtc teg 
Glu Cys Trp Val Ser 



gag tgt gag aca 
Glu Cys Glu Thr 
10 

aac etc cct gga 
Asn Leu Pro Gly 



gat gca ttc ggc 
Asp Ala Phe Gly 

ccg ggc cgc ctg 
Pro Gly Arg Leu 



ggt gtg cat 48 
Gly Val His 
15 

tec tac cgc 96 
Ser Tyr Arg 
30 

agg act tgc 144 
Arg Thr Cys 



tgc cag cac 192 
Cys Gin Kis 



30 



50 55 60 



240 



aca cgt gag aac aca ccg ggc tec tac cgc cgc ccc cgc gcc get ggc 
Thr Cys Glu Asn Thr Pro Gly Ser Tyr Arg Cys Ser Cys Ala Ala Gly 
65 70 75 80 . 

tec ctt ttg gcc gca gat ggc aaa cat tgt gaa gat gtg aac gag tgc 2S8 
Phe Leu Leu Ala Ala Asp Gly Lys His Cys Glu Asp Val Asn Glu Cys 
85 90 55 

gag act egg cgc cgc age cag gaa tgt gcc aac ate tat ggc tec tat 336 
Glu Thr Arg Arg. Cys Ser Gin Glu Cys Ala Asn lie Tyr Gly Ser Tyr 
100 105 110 

cag tgc tac tgc cgt cag ggc tac cag erg gca gag gat ggg cat ace 
Gin Cys Tyr Cys Arg Gin Gly Tyr Gin Leu Ala Glu Asp Gly His Thr 
115 120 125 

tgc aca gac ate gat gag tgt gca cag ggc gcg ggc att etc tgt ace 
Cys Thr Asp lie Asp Glu Cys Ala Gin Gly Ala Gly lie Leu Cys Thr 
130 135 140 

ttc cgc tgc gtc aac gtg cct ggg age tac cag tgt gca tgc cca'gag 
Phe Arg Cys Val Asn Val Pro Gly Ser Tyr Gin Cys Ala Cys Pro Glu 
145 150 155 160 

caa ggg tac aca atg atg gcc aac ggg agg tec tgc aag gac ctg gat 
Gin Gly Tyr Thr Met Met Ala Asn Gly Arg Ser Cys Lys Asp Leu Asp 
165 170 175 

gag cgt gca ccg ggc acc cac aac tgc tct gag get gag ace tgc cac 
Glu Cys Ala Leu Gly Thr His Asn Cys Ser Glu Ala Glu Thr Cys His 
180 185 190 

aat ate cag ggg agt ttc cgc tgc ctg cgc ttt gat tgt cca ccc aac 
Asn lie Gin Gly Ser Phe Arg Cys Leu Arg Phe Asp Cys Pro Pro Asn 
195 200 205 

cat gcc cgc gcc tea eaa acg aag tgc gag cgc acc aca tgc cag gat 
Tyr Val Arg Val Ser Gin Thr Lys Cys Glu Arg Thr Thr Cys Gin Asp 
210 215 220 

ate acg gaa tgt caa acc tea cca get cgc ate acg cac tac cag etc 
lie Thr Glu Cys Gin Thr Ser Pro Ala Arg lie Thr His Tyr Gin Leu 
225 230 235 240 

aat ttc cag aca ggc eta ctg gta cct gca cat ate ttc cgc ate ggc 
Asn Phe Gin Thr Gly Leu Leu Val Pro Ala His lie Phe Arg lie Gly 
245 250 255 

cct get ccc gcc ttt get ggg gac acc ate tec ctg acc ate acg aag 
Pro Ala Pro Ala Phe Ala Gly Asp Thr lie Ser Leu Thr lie Thr Lys 
260 265 ' 270 

ggc aat gag gag ggc tac ttc gtc aca cgc aga etc aat gcc tac act 
Gly Asn Glu Glu Gly Tyr Phe Val Thr Arg Arg Leu Asn Ala Tyr Thr 
275 280 285 

ggc gtg gta tec ccg cag egg tec gcc ccg gag ccg egg gac ttt gcc 912 



334 



432 



480 



528 



576 



624 



672 



720 



768 



'816 



B64 



31 



Gly Val Val Ser Leu Gin Arg Ser Val Leu Glu Pro Axg Asp Phe Ala 
290 295 300 

eta gat gtg gag atg aag ctt egg cgc cag ggc tct gLc act acc ttc 
Leu Asp Val Glu Met Lys Leu Trp Arg Gin Gly Ser Val Thr Thr P'>e 
305 3X0 315 ^20 

ctg gcc aag atg tac acc etc ttc acc act tct gcc cca tgaggtgaca 1009 
Leu Ala Lys Met Tyr He Phe Phe Thr Thr Phe Ala Pro 



960 





325 




330 








tgtcaggcaa 


tccctccagg 


tgatgccrgg 


gcggtgggca 


gctgcgccac 


tcctaagrgg 


1069 


ctttttgctg 


tgaccctgca 


acttaact na 


atcatgctga 


gctggttggt 


cctgagcctc 


1129 


taccctagag 


ggagggagat 


gcaccccagc 


aggcactgag 


cacaggccag 


ggtcacccga 


1189 


ggctagatgg 


tgacctgcaa 


acrggaaaca 


gccatagggg 


gcttctgaac 


tccacccctc 


1249 


aactatggct 


acagccgaca 


ttccattccc 


tcatccaccg 


cgttccccaa 


tLaaaaaaaa 


1309 


aaaccagctg 


tgcatggtag 


cacagaccrc 


taaccccagc 


actggggagg 


cagaggtagg 


1369 


tagacctctg 


agttccaggc 


cagcccggtc 


tacactggga 


gttctaacca 


gccagagcta 


1429 


catagagaga 


ccctatctca 


acaaggaaaa 


aacgaaagaa 


atctctgtga 


gttccaggcc 


1489 


agcccggrcc 


acgctgggag 


Ctcnaaccag 


ccagagccac 


acagagagat 


cctatctcaa 


1549 


caaggaaaaa 


cgaaagaaat 


cattctaaaa 


ggctctttct 


ttCQCtgttg 


ttgtttaatg 


1609 


ataagagcag 


cacatacaca 


tcattaaaaa 


cgaccaaaca 


gcacagaaag 


gtta 


16S3 



<210> 33 
<211> 333 
<212> PRT 

<213> Artificial sequence 

<223> Artificial sequence description: murine fibulin 
2 c-term fragment 



$ % 

32 



<400> 33 

Glu Gly Ser Glu Cye Val Asp Val Asn Glu Cys GLu Thr Gly Val His 
15 10 15 

Arg Cys Gly Glu Gly Gin Leu Cys Tyr Asn Leu Pro Gly Ser Tyr Arg 
20 25 30 

Cys Asp Cys Lys Pro Gly Phe Gin Arg Asp Ala Phe Gly Arg Thr Cys 
35 40 45 



lie Asp Val Asn Glu Cys Trp Val Ser Pro Gly Arg Leu Cys Gin His 
50 55 60 



Thr Cye Glu Asn Thr Pro Gly Ser Tyr Arg Cys Ser Cys Ala Ala Gly 
65 70 75 90 



Phe Leu Leu Ala Ala Asp Gly Lys His Cys Glu Asp Val Asn Glu Cys 
85 90 95 



Glu Thr Arg Ajrg Cys 
100 

Gin Cye Tyr Cys Arg 
115 

Cys Thr Asp lie Asp 
130 

Phe Arg Cys Val Asn 
145 

Gin Gly Tyr T>ir Met 
165 

Glu Cys Ala Leu Gly 
180 

Asn lie Gin Gly Ser 
195 

Tyr Val Arg Val Ser 
210 

He Thr Glu Cys Gin 
225 

Aen Phe Gin Thr Gly 
245 

Pro Ala Pro Ala Phe 
260 

Gly Asn Glu Glu Gly 
275 

Gly Val Val Ser Leu 
290 

Leu Asp Val Glu Met 
305 

Leu Ala Lys Met Tyr 
325 



33 



Ser Gin Glu Cys Ala Asn 
105 

Gin Gly Tyr Gin Leu Ala 
120 

Glu Cys Ala Gin Gly Ala 
135 

Val Pro Gly Ser Tyr Gin 
150 155 

Met Ala Asn Gly Arg Ser 
17 0 

Thr His Asn Cys Ser Glu 
185 

Phe Arg Cys Leu Arg Phe 
200 

Gin Thr Lys Cys Glu Arg 
215 

Thr Ser Pro Ala Arg He 
230 235 

Leu Leu Val Pro Ala His 
250 

Ala Gly Asp Thr lie Ser 
265 

Tyr Phe Val Thr Arg Arg 
280 

Gin Arg Ser Val Leu Glu 
295 

Lys Leu Trp Arg Gin Gly 
310 315 

He Phe Phe Thr Thr Phe 
330 



He Tyr Gly Ser Tyr 
110 

Glu Asp Gly His Thr 
125 

Gly He Leu Cys Thr 
140 

Cys Ala Cys Pro Glu 
160 

Cys Lys Asp Leu Asp 
175 

Ala Glu Thr Cys His 
190 

Asp Cys Pro Pro Asn 
205 

Thr Thr Cys Gin Asp 
220 

Thr His Tyr Gin Leu 
240 

He Phe Arg He Gly 
255 

Leu Thr lie Thr Lys 
270 

Leu Asn Ala Tyr Thr 
285 

Pro Arg Asp Phe Ala 
30O 

Ser Val Thr Thr Phe 
320 

Ala Pro 



